JAN-05-2GQ5 06:56PM FROM-Gen-Probe Incorporated - Patent Dept. +1 858 410 8928 T-443 P 009/034 F-314 

REPLY Serial No. 09/954,586 

Atty. Docket No. GPl 1 6-03 _UT 

Amend ments to th e Claims 

The status of the claims is as follows: 

I . (Currently Amended) A hybridization assay probe comprising a target binding 
region fr o m 18 t cr3 5 bases in l e ngth that fhlly hybridizes to a target sequence present in a target 
nucleic acid derived from a Cryptosporidium pamim organism in a test sample under stringent 
conditions to form a probe:target hybrid stable for detection, said target sequence being selected from 
the group consisting of SEQ ID NO:6, SEQ ID NO:l 0, SEQ ID NO: 14 and OCQ ID NO: 1 8 SEQ ID 
NO:5, SEQ ID NO:9, SEQ ID NO:13 and SEQ ID NO:17, wherein said probe does not comprise a 
base region in addition to said target binding region that is capable of stably binding to said target 
nucleic acid under said conditions, and wherein said probe does not hybridize to nucleic acid derived 
from a Cryptosporidium muris, Cryptosporidium baileyi or Cryptosporidium wrairi organism to 
form a probe:non-target hybrid stable for detection under said conditions. 

Claims 2-10 (Canceled) 

I I . (Previously Presented) The probe of claim 1 3 wherein said probe contains at 
least two base regions that hybridize to each other when said probe is not hybridized to said target 
sequence under said conditions. 

12. (Previously Presented) The probe of claim 1, wherein said probe comprises 
at least one base region that does not stably hybridize to nucleic acid derived from a 
Cryptosporidium parvum organism under said conditions. 

13. Canceled 
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14. (Original) The probe of claim 1 further comprising a detectable label. 

1 5. (Previously Presented) The probe of claim 1 1 further comprising a group of 
interacting labels. 

16. (Original) The probe of claim 15, wherein said interacting labels include a 
luminescent label and a quencher label. 

17. (Previously Presented) The probe of claim 1, wherein said target binding 
region includes at least one ribonucleotide modified to include a 2'-0-methyl substitution to the 
ribofuranosy] moiety, 

IS. (Previously Presented) The probe of claim 1, wherein a pseudo peptide 
backbone joins at least a portion of the bases of said target binding region. 

19. (Previously Presented) The probe of claim 1, wherein said conditions 
comprise 100 mM succinic acid, 2% (w/v) LLS 4 15 mM aldrithiol-2, L2 M LiCJ, 20 mM EDTA, 
3% (v/v) ethyl alcohol (absolute), pH 4.7, and a test sample temperature of about 60°C. 

20. (Previously Presented) The probe of claim 1 , wherein the base sequence of 
said target binding region is at least 80% complementary to the base sequence of said target 
sequence. 

2 1 . (Currently Amended) The probe of claim 1 9 wherein the base sequence of said 
probe target binding region is at least 80% perfectly complementary to the base sequence of said 
target sequence. 

Page 4 of 28 



PAGE 10/34 ' RCVD AT 1/5/2005 9:59:55 PM [Eastern Standard Time] * SVR:USPTO-EFXRM/0 1 DNIS:8729306 ' CSID:+1 85841 03928 ' DURATION (mm-ss):14-12 



JAN-05-2005 06:56PM FRQM-Gen-Probe Incorporated - Patent Dept. +1 858 410 8928 T-443 P. 011/034 F-314 

REPLY Serial No. 09/954,586 

Atty. Docket No. GPI 1 6-03 UT 

22. (Currently Amended) The probe of claim 1 , wherein the base sequence of said 
probe is fully perfectly complementary to the base sequence of said target sequence, 

23. (Currently Amended) A probe mix comprising said probe of claim 1 and a 
first helper oligonucleotide from that is at least 1 8 bases in length that and fully hybridizes to 
a target sequence selected from the group consisting of SEQ ID NO:29, SEQ ED NO:33, SEQ ID 
NO:37 and SEQ ID NO:41 under stringent conditions. 

Claims 24-28 (Canceled) 

29. (Currently Amended) The probe mix of claim 23 further comprising a second 
helper oligonucleotide fro m that is at least 1 8 to 35 bases in length that and fiilly hybridizes to a 
target sequence selected from the group consisting of SEQ ID NO:32, SEQ ID NO:36, SEQ ID 
NO:40 and SEQ ID NO:44 under stringent conditions. 

Claims 30-36 (Canceled) 

37. (Previously Presented) A method for determining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting said test sample with said probe of claim 1 under stringent conditions; and 
determining whether a probeitarget hybrid has formed as an indication of the presence 
of a Cryptosporidium parvum organism in said test sample. 

38. (Currently Amended) The method of claim 37 further comprising providing 
to said test sample a first amplification oligonucleotide under amplification conditions, said first 
amplification oligonucleotide comprising a target binding region from that is at least 1 S to^40 bases 
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in length that and fully hybridizes to a target sequence selected from the group consisting of SEQ 
ID NO:48, SEQ ID NO:54, SEQ ID NO;60 and SEQ ID NO:66 under said amplification conditions, 
wherein said first amplification oligonucleotide does not comprise a base region in addition to said 
target binding region that is capable of stably binding to a target nucleic acid containing said target 
sequence under said amplification conditions, and wherein said first amplification oligonucleotide 
optionally includes a 5 1 sequence that is recognized by an RNA polymerase or that enhances 
initiation or elongation by an RNA polymerase. 

39. (Currently Amended) The method of claim 38 further comprising providing 
to said test sample a second amplification oligonucleotide under said amplification conditions, said 
second amplification oligonucleotide comprising a target binding region from that is at least 1 8 to 
40 bases in length thai and fully hybridizes to a target sequence selected from the group consisting 
of SEQ ID NO:45, SEQ ID NO:5 1, SEQ ID NO:57 and SEQ ID NO:63 under said amplification 
conditions, wherein said second amplification oligonucleotide does not comprise a base region in 
addition to said target binding region that is capable of stably binding to a target nucleic acid 
containing said target sequence under said amplification conditions, and wherein said second 
amplification oligonucleotide optionally includes a 5* sequence that is recognized by an RNA 
polymerase or that enhances initiation or elongation by an RNA polymerase. 

40. (Cmrently Amended) The method of claim 38 further comprising providing 
to said test sample a second amplification oligonucleotide under amplification conditions, said 
second amplification oligonucleotide comprising a target binding region from that is atieasl 1 8 to 
46 bases in length that and fuHv hybridizes to a target sequence selected from the group consisting 
of SEQ ID NO:46, SEQ ID NO:52, SEQ ID NO:58 and SEQ ID NO:64 under said amplification 
conditions, wherein said second amplification oligonucleotide does not comprise a base region in 
addition to said target binding region that is capable of stably binding to a target nucleic acid 
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containing said target sequence under said amplification conditions, and wherein said second 
amplification oligonucleotide optionally includes a 5' sequence that is recognized by an RNA 
polymerase or that enhances initiation or elongation by an RNA polymerase. 

Claims 41-49 (Canceled) 

50, (Previously Presented) A method for determining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting said test sample with said probe of claim 20 under stringent conditions; 

and 

determining whether a probe: target hybrid has formed as an indication of the presence 
of a Cryptosporidium parvum organism in said test sample. 

51, (Previously Presented) A method for determining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting said test sample with said probe of claim 21 under stringent conditions; 

and 

determining whether a probe:target hybrid has formed as an indication of the presence 
of a Cryptosporidium parvum organism in said test sample. 

52, (Previously Presented) A method for determining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting said test sample with said probe of claim 22 under stringent conditions; 

and 

determining whether a probe:target hybrid has formed as an indication of the presence 
of a Cryptosporidium parvum organism in said test sample. 
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53. (Currently Amended) A kit comprising, in packaged combination, first and 
second oligonucleotides for use in determining the presence of a Cryptosporidium parvum organism 
in a test sample, each of wherein said oligonucleotides fir st .oligonucleotide comprises ajtargeL 
binding region that fully hybridizes to a fiisi target sequence hi laigct nucleic acid d e riv e d from a 
€typtosporidium pat vuttr o rganism unde r hybiidiiation conditions, said target binding region of said 
first olig o nucl e otide being from 18 to 35 bases in length and said target b inding re gion of said 
s e cond oligonucleotid e b e i n g from 18 to 40 bases in length, wh ere i n said target sequence o f said 
first olig o nucleotide is selected from the group consisting of SCQ ID NO:6, SEQ ID NO:10, SEQ 
ID NO:14 and SEQ ID NO.18 SEQ ID NO:5, SEQ ID NO:9 s SEQ ID NO: 13 and SEQ ID NO: 17 
undei-Stringent conditions ., wherein said_se_cond oligonucleotide comprises a target binding region 
that is at least 1 8 bases in length and fully hybridizes to a second said target sequence of said second 
uliguuuiltotidt is selected from the group consisting of SEQ ID NO:48> SEQ ID NO:54, SEQ ID 
NO:60 and SEQ ID NO:66 under amplification conditions , wherein neither of said first and s e c o nd 
oligonucleotides compris e s oligonucleotide does not comprise a base region in addition to said 
target binding region that is capable of stably binding to said a target nucleic acid containing said 
first target sequence under said stringent conditions, wherein said second oligonucleotide does not 
comprise a base region in .addition to said target binding region that is_capah1e of stably binding to 
a target nucleic acid containing said second target sequence undeT said amplification conditions, 
wherein said first oligonucleotide does notJbybridize to nucleic acid derived from a Crypto sporidium 
muris^ Cryptosporidium _ bailevi or Cryptosporidium wrairi organ ism to form a first 
oli gonucleotide:non-target hv1>rid stable for detection undgr said stringent conditions, and wherein 
said second oligonucleotide optionally includes a 5' sequence that is recognized by an RNA 
polymerase or that enhances initiation or elongation by an RNA polymerase. 

Claims 54-58 (Canceled) 
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59. (Currently Amended) The kit of claim 53 further comprising a third 
oligonucleotide, said third oligonucleotide comprising a target binding region from that.is atJLeasi 
1 8 to 40 bases in length that and fully hybridizes to a third target sequence pr e sent in targ e t nucleic 
acid derived from a Qyptosporidium pcuvum or ganism unde r hybridization e o ndi t i o ns ;- said target 
s e qu e nc e b e ing selected from the group consisting of SEQ ID NO:45 9 SEQ ID NO:51, SEQ ID 
NO:57 and SEQ ID NO:63 under said amplification conditions, wherein said third oligonucleotide 
does not comprise a base region in addition to said target binding region that is capable of stably 
binding to said a target nucleic acid containing said third target sequence under said amplification 
conditions, and wherein said third oligonucleotide optionally includes a 5 r sequence that is 
recognized by an RNA polymerase or that enhances initiation or elongation by an RNA polymerase. 

60. (Currently Amended) The kit of claim 53 further comprising a third 
oligonucleotide, said third oligonucleotide comprising a target binding region from that is at least 
1 8 to 40 bases in length that and fully hybridizes to a third target sequence pr e s e nt in target nucl e ic 
acid derived from a Cryptosporidium parvum o r ganism und er hybridization c o nditions, said target 
se qu e nc e being selected from the group consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ ID 
NO:58 and SEQ ID NO:64 under said amplification conditions, wherein said third oligonucleotide 
does not comprise a base region in addition to said target binding region that is capable of stably 
binding to said a. target nucleic acid containing said third target sequence under said amplification 
conditions, and wherein said third oligonucleotide optionally includes a 5* sequence that is 
recognized by an RNA polymerase or that enhances initiation or elongation by an RNA polymerase. 

Claims 61-83 (Canceled) 

84. (Currently Amended) A kit comprising, in packaged combination, first and 
second oligonucleotides for use in determining the presence of a Cryptosporidium parvum organism 
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in a test sample, cach r o f wherein said oligonucleotides comprising first oligon ucleotide comprises 
a target binding region Hum 1 8 to 35 bases in length that fully hybridizes to a first target sequence 
present in target nucleic acid derived from a Cryptosporidium pt n- vum organism under stringent 
coiiditions r wh erc m said targe t sequence o f said fi r st oligonucleotide is selected from the group 
consisting of SEQ IDNO.C. 5EQ ID NO.10, SEQ ID NO . 14 and SEQ ID NO.18 SEQ ID NO:5, 
SEQ ID NO:9, SEQ ID NO: 1 3 and SEQ ID NO : 1 7 under stringent conditions, wherein said targ e t 
sequence of said second oligonucleotide is at least 1 8 bases in length and fully hybridizes to a second 
tar get sequence is selected from the group consisting of SEQ ID NO:29, SEQ ID NO:33, SEQ ID 
NO:37 and SEQ ID NO:41 under said conditions , wherein neither of said first and second 
oligonucleotides comprise s oligonucleotide does not comprise a base region in addition to said target 
binding region that is capable of stably binding to said a target nucleic acid containing said_first 
target sequence under said conditions, and wherein said first oligonucleotide does not hybridize to 
nucleic acid derived from a Cryptosporidium rnuris, Cryptosporidium baileyi or Cryptosporidium 
wrairi organism to form a prob e :n o n-targ e t first oligonucleotidemoTi-target hybrid stable for 
detection under said conditions. 

Claims 85-93 (Canceled) 

94. (Currently Amended) A probe mix comprising said probe of claim 20 and a 
first helper oligonucleotide up t o 35 that is at least 18 bases in length and having a base sequence that 
is at l e ast 80% fully complementary to the base sequence of a target sequence selected from the 
group consisting of SEQ ID NO:29, SEQ ID NO:33 , SEQ ID NO:37 and SEQ ID NO:41 , wherein 
said first helper oligonucleotide hybridizes to said target sequence under stringent conditions, 

95 . (Currently Amended) The probe mix of claim 94 further comprising a second 
helper oligonucleotide up t o 35 that is at least 18 bases in length and having a bas e s e qu e nce that is 
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at least 80% frilly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:32, SEQ ID NO:36, SEQ ED NO:40 and SEQ ID NO:44, wherein said 
second helper oligonucleotide hybridizes to said target sequence under stringent conditions. 

96. (Currently Amended) A probe mix comprising said probe of claim 21 and a 
first helper oligonucleotide, wherein die base sequence of said first helper oligonucleotide is at least 
S6% perfectly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:29, SEQ ID NO:33, SEQ ID NO:37 and SEQ ID NO:41 , wherein said first 
helper oligonucleotide hybridizcs - to - said -t argct - scqucncc under stringen t condi t ions . 

97. (Currently Amended) The probe mix of claim 96 further comprising a second 
helper oligonucleotide, wherein the base sequence of said second helper oligonucleotide is at least 
80% perfectly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:32 ? SEQ ID NO:36, SEQ ID NO:40 and SEQ ID NO:4 4, wherein said 
second helper oligonucleotide hybridiz e s 'to- said - tai ' g etr sequ e nc c 1 under s t ringent c o nditions . 

98. (Currently Amended) A probe mix comprising said probe of claim 22 and a 
first helper oligonucleotide, wherein the base sequence of said first helper oligonucleotide is ftrity 
perfectly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ H) NO:29, SEQ ID NO:33, SEQ IDNO:37 and SEQ IDNO:4L 

99. (Currently Amended) The probe mix of claim 98 further comprising a second 
helper oligonucleotide, wherein the base sequence of said second helper oligonucleotide is fbtiy 
perfectly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:32, SEQ ID NO:36 5 SEQ ID NO:40 and SEQ ID NO:44. 
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Claims 100-113 (Canceled) 

1 14. (Currently Amended) The method of claim 50 further comprising providing 
to said test sample a first amplification oligonucleotide under amplification conditions, said first 
amplification oligonucleotide comprising a target binding region that is at least from 18 t o 40 bases 
in length that and folly hybridizes to a target sequence selected from the group consisting of SEQ 
ID NO:48, SEQ ID NO:54, SEQ ID NO:60 and SEQ ID NO:66 under said amplification conditions, 
wherein the base sequence of said target binding region is at least 80% complementary to the base 
sequence of said target sequence, wherein said first amplification oligonucleotide does not comprise 
a base region in addition to said target binding region that is capable of stably binding to a target 
nucleic acid containing said target sequence under said amplification conditions, and wherein said 
first amplification oligonucleotide optionally includes a 5 r sequence that is recognized by an RNA 
polymerase or that enhances initiation or elongation by an RNA polymerase. 

115. (Currently Amended) The method of claim 114 further comprising providing 
to said test sample a second amplification oligonucleotide under said amplification conditions, said 
second amplification oligonucleotide comprising a target binding region that is at least from 18 to 
40 bases in length that and fully hybridizes to a target sequence selected from the group consisting 
of SEQ ID NO:45, SEQ ID NO:5 1 , SEQ ID NO:57 and SEQ ID NO:63 under said amplification 
conditions- wherein the base sequence of said target binding region is at least 80% complementary 
tP_th_e_hase sequence of said target sequence, wherein said second amplification oligonucleotide does 
not comprise a base region in addition to said target binding region that is capable of stably binding 
to a target nucleic acid containing said target sequence under said amplification conditions* and 
wherein said second amplification oligonucleotide optionally includes a 5' sequence that is 
recognized by an RNA polymerase or that enhances initiation or elongation by an RNA polymerase. 
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1 1 6. (Currently Amended) The method of claim 1 1 4 further comprising providing 
to said test sample a second amplification oligonucleotide under said amplification conditions, said 
second amplification oligonucleotide comprising a target binding region That is at least from 1 8 to 
46 bases in length that and fully hybridizes to a target sequence selected from the group consisting 
of SEQ ID NO:46 s SEQ ID NOI52, SEQ ID NO:58 and SEQ ID NO:64 under said amplification 
conditions, wherein the base sequence_of said target binding region is at least 80% complementary 
to the base sequence of said tarpet sequence, wherein said second amplification oligonucleotide does 
not comprise a base region in addition to said target binding region that is capable of stably binding 
to a target nucleic acid containing said target sequence under said amplification conditions, and 
wherein said second amplification oligonucleotide optionally includes a 5 1 sequence that is 
recognized by an RNA polymerase or that enhances initiation or elongation by an RNA polymerase. 

Claims 1 17-120 (Canceled) 

121 . (Currently Amended) The method of claim 5 1 further comprising providing 
to said test sample a first amplification oligonucleotide comprising a target binding region under 
amplification conditions, wherein the base sequence of said target binding region is a t- l e ast 80% 
perfectly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:48, SEQ ID NO:54, SEQ ID NO:60 and SEQ ID NO:66, wh e rein said 
targ e t binding re gion hybridizes t o said targ e t sequence under said amplificati o n condi t ions^ wherein 
said first amplification oligonucleotide does not comprise a base region in addition to said target 
binding region that is capable of stably binding to a target nucleic acid containing said target 
sequence under said amplification conditions, and wherein said first amplification oligonucleotide 
optionally includes a 5' sequence that is recognized by an RNA polymerase or that enhances 
initiation or elongation by an RNA polymerase. - 

Page 13 of 28 

PAGE 19/34 ' RCVD AT 1/512005 9:59:55 PM [Eastern Standard Time] ' SVR:USPTO-EFXRF-1/0 1 DNiS:3729306 « CSID:+18584108928 ' DURATION (mm-ss):14-12 



JAN-05-2005 07:00PM FROM-Gen-Probe Incorporated - Patent Dept. +1 858 410 8928 T-443 P- 020/034 F-314 



REPLY • Serial No. 09/954,586 

Atty. Docket No. GP1 16-03 .UT 

1 22 . (Currently Amended) The method of claim 1 2 1 further comprising providing 
to said test sample a second amplification oligonucleotide comprising a target binding region under 
amplification conditions, wherein the base sequence of said target binding regorc region is at leas t 
$6% perfectly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:45, SEQ ID NO:5 1 , SEQ ID NO:57 and SEQ ID NO:63, wh e r e i n said 
target binding r e gion hybridizes to said ta r get -s equence under said amplification conditi o ns, wherein 
said second amplification oligonucleotide does not comprise a base region in addition to said target 
binding region that is capable of stably binding to a target nucleic acid containing said target 
sequence under said amplification conditions, and wherein said second amplification oligonucleotide 
optionally includes a 5' sequence that is recognized by an RNA polymerase or that enhances 
initiation or elongation by an RNA polymerase, 

1 23 - (Currently Amended) The method of claim 1 2 1 further comprising providing 
to said test sample a second amplification oligonucleotide comprising a target binding region under 
amplification c o nditioins conditions, wherein the base sequence of said target binding region is at 
least 80% perfectly complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:46, SEQ ED NO:52 9 SEQ ID NO:58 and SEQ ID NO:64, whciem said 
target binding region hybridizes t o said target s e qu e nce under said am p l i fication conditi o ns, wherein 
said second amplification oligonucleotide does not comprise a base region in addition to said target 
binding region that is capable of stably binding to a target nucleic acid containing said target 
sequence under said amplification conditions, and wherein said second amplification oligonucleotide 
optionally includes a 5' sequence that is recognized by an UNA polymerase or that enhances 
initiation or elongation by an RNA polymerase. 

124. (Currently Amended) The method of claim 52 further comprising providing 
to said test sample a first amplification oligonucleotide comprising a target binding region under 
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amplification conditions, wherein the base sequence of said target binding region is ftrHy perfectly 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:48, SEQ ID NO:54, SEQ ID NO:60 and SEQ ID NO:66, whe r ein said tar g et binding region 
hybridiz e s to said target sequence under said amplification c ondi t ions, wherein said first 
amplification oligonucleotide does not comprise a base region in addition to said target binding 
region that is capable of stably binding to a target nucleic acid containing said target sequence under 
said amplification conditions, and wherein said first amplification oligonucleotide optionally 
includes a 5' sequence that is recognized by an RNA polymerase or that enhances initiation or 
elongation by an RNA polymerase. 

125. (Currently Amended) The method of claim 1 24 further comprising providing 
to said test sample a second amplification oligonucleotide comprising a target binding region under 
amplification conditions, wherein the base sequence of said target binding region is fttHy perfectly 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:45> SEQ ID NO:51, SEQ ID NO:57 and SEQ ID NO:63, wherein said Lugci binding icgiuu 
hyb r id i zc s- t o said target sequ e nc e und e i said amplification conditi o ns, wherein said second 
amplification oligonucleotide does not comprise a base region in addition to said target binding 
region that is capable of stably binding to a target nucleic acid containing said target sequence under 
said amplification conditions, and wherein said second amplification oligonucleotide optionally 
includes a 5* sequence that is recognized by an RNA polymerase or that enhances initiation or 
elongation by an RNA polymerase, 

1 26. (Currently Amended) The method of claim 1 24 iurther comprising providing 
to said test sample a second amplification oligonucleotide comprising a target binding region under 
amplification conditions, wherein the base sequence of said target binding region is fttHy perfectly 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
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ID NO:46, SEQ ID NO:52, SEQ ID NO:58 and SEQ ID NO:64 s wherein said t arget binding i c giuu 
hybridizes to said target sequence und c i ^- said '- ^inplificati o n c o nditions, wherein said second 
amplification oligonucleotide does not comprise a base region in addition to said target binding 
region that is capable of stably binding to a target nucleic acid containing said target sequence under 
said amplification conditions, and wherein said second amplification oligonucleotide optionally 
includes a 5 r sequence that is recognized by an RNA polymerase or that enhances initiation or 
elongation by an RNA polymerase. 

Claims 127-132 (Canceled) 

133. (Currently Amended) The kit of claim 53, wherein the base sequence of said 
target binding region of cadi said first oligonucleotide is at least 80% complementary to the base 
sequence of said first target sequenc e, and wherein the base sequence of said target binding, region 
of said second oligonucleotide is at least 80% complementary to the base sequence of said second 
target sequence . 

1 34. (Currently Amended) The kit of claim 53, wherein the base sequence of said 
target binding region of each said first oligonucleotide i$ fully perfectly complementary to the base 
sequence of said first target sequence , and wherein the base sequence of said target binding region 
of said g ecp nd oligonucleotide is perfectly complementary to the base sequence of saidsecondJtarget 
sequence . 

135. (Currently Amended) The kit of claim 53, wherein the base sequence of each 
said first oligonucleotide is at least 80% complementary to the base sequence of said first target 
sequenc e, and wherein the base sequence of said second oligonucleotide i? at least 80% 
complementary to the base sequence of said second target sequence . 
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136. (Currently Amended) The kit of claim 53, wherein the base sequence of each 
said first oligonucleotide is fbtty perfectly complementary to the base sequence of said first target 
sequenc e, and wherein the base sequence of said second oligonucleotide is perfectly complementary 
to the base sequence of said seco nd target sequence. 

137. (Currently Amended) The kit of claim 59, wherein the base sequence of said 
target binding region of eaeh said first oligonucleotide is at least 80% complementary to the base 
sequence of said first target sequenc e, wherein the base sequence of said target binding region of said 
second oligonucleotide is at least 80% complementary to the base seque nce of said second target 
Sequence, and wherein the base sequence of said target bindingjregion of said third o ligonucleotide 
is at least ^80% complernentaryJto the base sequence of said third target sequence. 

138. (Currently Amended) The kit of claim 5 9, wherein the base sequence of said 
target binding region of each said first oligonucleotide is fbHy perfectly complementary to the base 
sequence of said first target sequence , wherein the base sequence of said tar get binding region of said 
second oligonucleotide is perfectly complementary to the base seq uence of said second target 
sequence, and wherein the base sequence of said target binding region of said third o ligonucleotide 
is perfectly complementary to the base sequence of said third t arget sequence. 

139. (Currently Amended) The kit of claim 59, wherein the base sequence of each 
said first oligonucleotide is at least 80% complementary to the base sequence of said first target 
sequenc e, wherein the base sequence of $aid second oligonucleotide is at least 80% complementary 
to the base sequence of said second target sequence, and wherein the base sequence o f said third 
oli gonucleotide is at least 80% complementary to the base seq uence of said third target sequence. 
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1 40. (Currently Amended) The kit of claim 59, wherein the base sequence of each 
said first oligonucleotide is fnfly perfectly complementary to the base sequence of said first target 
sequenc e, wherein the base sequence of said second oligonucleotide is perfectly complementary to 
the base, sequence of said second target sequence, and wherein the base sequence of said third 
oligonucleotide is perfectly complementary to the base sequence of said third target sequence . 

1 4 L (Cuixently Amended) The kit of claim 60, wherein the base sequence of said 
target binding region of each said first oligonucleotide is at least 80% complementary to the base 
sequence of said first target sequence , wherein the base sequence of said target binding region of said 
gecond oligonucleotide is at least 80% complementary to the base sequence of said second target 
sequence, and wherein the base sequence of said target binding region of said thirdjoligonucleotide 
i ^at least 80% complementary to the base sequence of said thiixLtarpet sequence . 

142. (Cuixently Amended) The kit of claim 60, wherein the base sequence of said 
target binding region of each said first oligonucleotide is ftrtty perfectly complementary to the base 
sequence of said first target sequenc e, wherein the base sequence of said target binding region of said 
second oligonucleotide is perfectly complementary to the base sequence of said second target 
sequence, and wherein the base sequence of said target binding region of said third oligonucleotide 
is perfectly complementary to the base sequence of said third target sequence . 

143. (Currently Amended) The kit of claim 60, wherein the base sequence of each 
said first oligonucleotide is at least 80% complementary to the base sequence of said first target 
sequence , wherein the base sequence of said second oligonucleotide is at leasi80% complementary 
to the base sequence of said second_target_s_e_quence. and wherein the base sequence of said third 
oligonucleotide is at least 80% complementary to the base^sequence of said third target sequence . 
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144. (Currently Amended) The kit of claim 60, wherein the base sequence of each 
said first oligonucleotide is ftrHy perfectly complementary to the base sequence of said first target 
sequenc e, wherein the base sequence of said second oligonucleotide is perfectly complementary to 
the base sequence of said second target sequence, and wherein the base sequenc e of said third 
oligonucleotide is perfectly complementary to the base sequence of said third target sequence . 

Claims 145-150 (Canceled) 

151. (Currently Amended) The kit of claim 84, wherein the base sequence of said 
target binding region of each said first oligonucleotide is at least 80% complementary to the base 
sequence of said first target sequenc e, and wherein the base sequence of said second oligonucleotide 
is at least 80% complementary to the base sequence of said second target sequence . 

1 52. (Currently Amended) The kit of claim 84, wherein the base sequence of said 
target binding region of each said first oligonucleotide is fuHy perfectly complementary to the base 
sequence of said first target sequenc e, and wherein the base sequence of said second oligonucleotide 
is perfectly complementary to the base sequence of said second target sequence . 

J 53 . (Currently Amended) The kit of claim 84, wherein the base sequence of each 
said first oligonucleotide is at least 80% complementary to the base sequence of said first target 
sequence , and wherein the base sequence of said second oligonucleotide is at least 80_% 
complementary to the base sequence of said second target sequence . 

1 54. (Currently Amended) The kit of claim 84, wherein the base sequence of each 
said first oligonucleotide is fttHy perfectly complementary to the base sequence of said first target 
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sequence , and wherein the base sequence of said second oligonucleotide is perfectly complementary 
to the base sequence of said second target sequence . 

155, (Currently Amended) The kit of claim 84 further comprising a third 
oligonucleotide from that is at least 1 8 ttr35 bases in length that and fully hybridizes to a third target 
sequence present in t arget nucleic acid derived from a Cryptosporidium parvwn organism under 
stringent conditions, said third target sequence being selected from the group consisting of SEQ ID 
NO:32, SEQ ID NO:36 s SEQ ID NO:40 and SEQ ID NO:44. 

156, (Currently Amended) The kit of claim 155, wherein each the base sequence 
pf said target binding region of said first oligonucleotide has a base region that is at least 80% 
complementary to the base sequence of said first target ^uence^wherein the base sequence of said 
second oligonucleotide is at least 80% complementary to the base sequence of said second target 
sequence, and wherein the base sequence of said third oligonucleotide is at least 80% co mplementary 
to the base sequence of ?aid third target sequence . 

1 57. (Currently Amended) The kit of claim 1 55, wherein each the base sequence 
2f said target binding region of said first oligonucleotide has a base regi o n t hat is fuHy perfectly 
complementary to the base sequence of said first target sequenc e, wherein the base sequence of said 
second oligonucleotide iff perfectly complementary to the base sequence of said second target 
sequence, and wherein the base sequence of said third oligonucleotide is perfectly complem entary 
to the base sequence of said third target sequence . 

1 58. (Currently Amended) The kit of claim 1 55, wherein the base sequence of each 
said first oligonucleotide is at least 80% complementary to the base sequence of said fisgj target 
sequenc e, wherein the base sequence of said second oligonucleotide is at least 80% complementary 
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to the base of said second target__seque ncc. an, d wherein the base sequence of said third 
oligonucleotide is at least 80% complementary to the base sequence ofsaidJhird target sequence .. 

159. (Currently Amended) The kit of claim 1 55, wherein the base sequence of each 
said first oligonucleotide is fuUy perfectly complementary to the base sequence of said firs! target 
sequence , whereinjhe base sequence of said second oligonucleotide is perfectly complementary to 
the base sequence of said second target sequence, and wherein the base sequence of said third 
oligonucleotide is perfectly complementary to the base sequenc_ejo£saLdJhir^target sequence . 

1 60. (New) The probe of claim 1 , wherein said target binding region of said probe 
is at least 1 8 bases in length. 

161. (New) The method of claim 37, wherein said target binding region of said 
probe is at least 1 8 bases in length. 

162. (New) The kit of claim 53 ? wherein said target binding region of said first 
oligonucleotide is at least 18 bases in length. 

1 63. (New) The kit of claim 84, wherein said target binding region of said first 
oligonucleotide is at least 18 bases in length. 
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